Introduction
The discovery of microsatellites, and other hypervariable genetic markers, has enabled the study of genetic differentiation and population subdivision at small scales (e.g. Reisch and Kellermeier 2007) , even down to the level of the individual (e.g. Carlsson and Carlsson 2002; Peakall et al. 2003; Pemberton et al. 2007 ). The information gathered can have important implications for conservation work intended to preserve genetic variation. The significance of this objective increased following the World Summit on Sustainable Development and the publication of the framework for action on biodiversity and ecosystem management, which identifies genetic variation as one of the three levels of biodiversity recommended for conservation (WEHAB 2002) . Information on the scale over which genetic differentiation occurs also has important implications for the management of natural resources and the potential for local adaptation.
Studies into freshwater salmonid fishes have revealed that genetic differentiation can occur over very short distances within river catchments. This can be associated with physical barriers to movement, which can isolate populations that then differentiate by genetic drift (Hindar et al. 1991) . In addition, differentiation has also been noted where salmonids exist without such barriers, including Keywords genetic differentiation, member-vagrant hypothesis, metapopulation model, microsatellite, population genetics.
populations of the many anadromous species that could potentially be linked by gene flow (Stahl 1987; Small et al. 1998; Beacham et al. 2000; Primmer et al. 2006) . As such, these species represent an interesting case for studying processes of population differentiation. Specifically, the propensity towards population subdivision appears linked to two key factors: (a) the well-known ability of salmonids to home back to specific natal rivers (Stabell 1984) and (b) the patchy distribution of spawning areas within rivers (Neville et al. 2006 ) that may act to restrict gene flow among fish in different areas of a river (although other processes e.g. extinction-recolonization dynamics have also been described; Ostergaard et al. 2003) .
Amongst salmonid species, the brown trout (Salmo trutta) is typified by having a particularly complex within catchment genetic structure, with high levels of genetic differentiation and an apparent lack of correlation between genetic and geographic distance (Bouza et al. 1999; Crozier and Ferguson 1986; Ferguson 1989; Moran et al. 1995; Ruzzante et al. 2001; Ryman 1983 ; but also see Carlsson and Nilsson 2000; Estoup et al. 1998) . Recently there has been an increasing emphasis placed on understanding the deeper biological significance of this complex population structure and there is a need to understand the underlying evolutionary models that may explain the observed patterns of genetic differentiation, which also have important implications for the ecology of brown trout, as well as the conservation of genetic diversity and management of the species. However, brown trout are under pressure from habitat destruction, pollution, over-exploitation and stocking with non-native fish, i.e. local factors that may erode the high levels of genetic variation observed and cause the extinction of unique varieties and loss of unique traits (Ferguson 1989) .
Although the River Dart is no exception to the pressures that threaten the persistence of brown trout at a local scale, it does drain a National Park and so benefits from a relatively high level of statutory protection. Regular electrofishing surveys undertaken by the Environment Agency (EA; the national regulatory body in England and Wales) suggest that numbers of brown trout within the River Dart are significant and stable, although there has been a negative trend since records began in the 1960s (Steele 1996; EA 2001) . Changes in land use have led to habitat degradation in the headwaters, although a major threat facing trout in the River Dart arises from both human mediated and natural acidification. The low pH values which characterize the River Dart, combined with the fact that brown trout may spawn in small rivers (Elliott 1994) , may make Dart trout more susceptible to catastrophic events. In turn, this may lead to localized extinctions and recolonizations, with important implications for patterns of genetic differentiation among groups of brown trout (Hansen and Mensberg 1996; Ostergaard et al. 2003) . Alternatively, the naturally low pH of rivers on Dartmoor may actually have promoted the tolerance of high acidity in indigenous populations of trout, generating the potential for local adaptation (Taylor 1991) .
The purpose of this study was to investigate the population genetic structure of brown trout at the scale of a single river catchment and to reconcile the potential for environmental instability to cause localized extinction events (e.g. Ostergaard et al. 2003; Koizumi et al. 2006; Neville et al. 2006 ) with the apparently stable trout numbers present in the River Dart. Garant et al. (2000) have previously proposed three scenarios that form an appropriate framework for addressing this question. Under the member-vagrant model, nursery areas play a vital role in determining population structure and selection favours individuals that return to their natal spawning grounds to reproduce, which maximizes survival of the young and promotes the development of locally adapted gene pools. Thus, fish that complete this process of homing are considered 'members', contributing to local adaptation and those that do not return to natal areas are known as 'vagrants' (Iles and Sinclair 1982; Garant et al. 2000) . This model predicts temporal stability of population structure, a significant effect of isolation-by-distance and strong genetic differentiation among populations. Under the second model, the metapopulation model, the degree of genetic structuring depends on the temporal stability of habitats, so in an unstable environment the occurrence of locally adapted gene pools can be curtailed because of local extinctions (and subsequent recolonizations, reviewed in Beebee and Rowe 2004; McQuinn 1997; Rieman and Dunham 2000) . The key features of this model are that local populations (or subpopulations) are interconnected not only by migration but also recolonization and empty/unoccupied patches have an important role in metapopulaton dynamics. This model predicts that there would be lower levels of temporal stability in population structure, no significant effect of isolation-bydistance and lower genetic divergence between subpopulations (but still statistically significant because of founder effects, Garant et al. 2000; McQuinn 1997; Rieman and Dunham 2000) . The third scenario is panmixia, where gene flow is unrestricted across the catchment and suggests the absence of genetic differentiation, such that neither of the previous two models applies. Elucidation of the evolutionary model appropriate to Dart trout offers the potential not only to aid local management and conservation, but also to begin to address the relative scarcity of population genetics research completed on salmonids in England and Wales.
The present study examined the variability at nine microsatellite loci in brown trout sampled from the River Dart over a 3-year period, with the specific aim of ascertaining the pattern of genetic differentiation within a river system that is particularly vulnerable to severe pH depressions. The results from this analysis, which included application of the decomposed pairwise regression (DPR) method that allowed the relative strengths of genetic drift and gene flow to be accessed in each sample, were then used to consider which evolutionary model (membervagrant, metapopulation or panmixia) best fitted the data. In addition, spatial autocorrelation was also employed to determine the geographic scale over which genetic differentiation occurred in Dart trout: the conservation implications of these results are discussed.
Methods
The study area The River Dart catchment is located in Devon, southwest England (Fig. 1 The catchment supports a locally important stock of resident and anadromous trout (see rod-catch data below), with all the tributaries and several stretches of the main river containing excellent spawning and nursery areas. In particular, many of the headwaters provide valuable spawning grounds, not only for brown trout, but also Atlantic salmon (Salmo salar L.). The river also sup- Figure 1 Map of the River Dart. Grey dots indicate sampling sites, which are accompanied by abbreviated sample names that match those in Table 1 . Significant barriers to fish movement are indicated by double lines perpendicular to the river. ports a rod/game fishery, as well as a limited commercial estuary (seine) net fishery. Catches of sea trout in 2002, the year this study began, were 712 for rod catches and 727 for net catches (EA 2002) .
Formal records of brown trout stocking in the UK were first collected by the national river boards during the 1950s and show that in the period up to 2005, 145 212 individual ova, fry or smolt were stocked into the River Dart. These comprised 65 separate stocking events at a minimum of 18 discrete locations within the river. The largest single stocking incident was of 96 000 eyed ova into the headwaters of the East Dart in 1961 (this single event accounts for the majority of all recorded stocking on the River Dart). The source of most stocked trout is thought to be various local hatcheries from southwest England, but the ultimate origin of hatchery stocks has been impossible to uncover (Finnegan and Stevens 2005) . In the last decade local fisheries groups have taken to stocking the lower reaches of the River Dart with much smaller numbers (in the hundreds) of hatchery reared smolt which are typically bred from trout of Dart origin.
Sample collection
A total of l1225 brown trout of multiple year classes, but predominantly parr and excluding fry (to avoid collecting siblings; Hansen et al. 1997) , were collected by electrofishing from 22 sites spread across 14 tributaries within the River Dart catchment. Five of these sites were isolated above barriers; the Gata and the Ash above man-made weirs and the Rud group of samples above a natural waterfall (Fig. 1) . The average in-water distance among sample sites was 22.7 km, with a range of 0.8-64.4 km. Sampling was carried out each summer (July-September), from 2002 to 2004 (Table 1 ; Fig. 1 ). The adipose fin was removed from each fish and preserved in 98% ethanol, Location details, year of sample collection and numbers of fish sampled (n). See Fig. 1 for locations.
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after which the fish was released; removal of the adipose fin provided a permanent mark so the same individuals were not sampled again in subsequent years.
Microsatellites
DNA was extracted from the fin tissue according to an ammonium acetate precipitation method, similar to that described in Bruford et al. (1998) . Genetic variation was determined at nine di-nucleotide microsatellite loci: Str15, Str60, Str73 (Estoup et al. 1993 ), Str85 (Presa and Guyomard 1996) , SsoSL417, SsoSL25 (Slettan et al. 1995) , Strutta58 (Poteaux 1995) , SsoSL438 (A. Slettan, unpublished data, GenBank accession no. Z49134) and SsHaeIII.14.20 (J. L. Goodier unpublished, GenBank accession no. U10050). Genotypes were assayed through polymerase chain reaction (PCR) and polyacrylamide gel electrophoresis with fluorescently labelled primers. PCR reactions were carried out in 10 lL reaction volumes and standard PCR reagents were used in a mixture containing 10-100 ng DNA, 0.5 lm of each primer, 1-1.5 mm MgCl 2 , 200 lm of each dNTP, 1· reaction buffer and 0.5 U of Taq DNA polymerase (Bioline, London, UK). The PCR profile consisted of: a single denaturing set lasting 3 min at 94°C, 30 iterations of 94°C for 30 s, annealing temperatures 51°C (Str85), 52°C (Str15 & Sso417), 54°C (Sso25 & Strutta58), 58°C (SsHae), 60°C (Str 73) or 65°C (Str60) for 30 s and 72°C for 30 s with a single elongation step of 72°C for 10 min. However, the Sso438PCR profile was a stepwise program, with the annealing stage made up of six iterations at 1°intervals between 54°C and 48°C. For those loci producing weak products (SsHae, Str15 and Str73) 40 iterations were generally used. Size determination of the labelled PCR products was performed using a Beckman-Coulter (Fullerton, California, USA) CEQ8000 automated DNA sequencer with an internal size standard, according to the manufacturer's instructions. The raw data were analysed with the platform's-associated fragment analysis software (BeckmanCoulter).
Genetic diversity analysis
ARLEQUIN version 3 (Schneider et al. 2000) was used to estimate the variance components in allele frequencies among years (Excoffier et al. 1992 ) and all samples were found to exhibit temporal stability (see Results). Therefore, in subsequent analyses temporal samples from a location were combined to estimate population allele frequencies, as recommended by Waples (1989) . Each sample at each locus was tested for conformity to HardyWeinberg equilibrium (HWE; Guo and Thompson 1992) using GENEPOP 3.4 (Raymond and Rousset 1995) and any deviations were further investigated with Microchecker (Oosterhout et al. 2004) . Critical levels of significance for simultaneous tests were adjusted using the sequential Bonferroni procedure for multiple tests (Rice 1989 ). In addition, Powermarker version 3.25 (Liu and Muse 2005) was used to calculate expected and observed heterozygosity, and FSTAT version 2.9 (Goudet 2002 ) was used to calculate allelic richness (allele number corrected for sample size using the rarefaction method of El Mousadik and Petit 1996) and the inbreeding coefficient.
To examine the levels of genetic differentiation between pairs of samples a test of the homogeneity of allele frequency distributions (the so-called test of 'genic differentiation') was run in GENPOP (Raymond and Rousset 1995) and F ST values were calculated (Weir and Cockerham 1984) in ARLEQUIN. Critical levels of significance for simultaneous tests were adjusted using the sequential Bonferroni procedure for multiple tests (Rice 1989) . The chord distance (D CE, Cavalli-Sforza and Edwards 1967) was also used to quantify genetic differentiation between samples. This measure was chosen because the close proximity of samples included in the study means mutation is unlikely to have contributed to population divergence and the D CE distance is based on geometric distances, which are independent of models of microsatellite mutation (Liu and Muse 2005) . It has also been shown to be one of the most efficient methods for obtaining correct tree topology using microsatellite data (Takezaki and Nei 1996) . Neighbour-joining (NJ) phylograms were constructed and confidence intervals on tree topology were estimated by bootstrap resampling of loci 1000 times utilizing the programs Powermarker version 3.23 (Liu and Muse 2005) , Consense (from Phylip 3.6; Felsenstein 1995) and Tree View version 1.6 (Page 1996) .
Decomposed pairwise regression analysis
To detect outlier populations and accurately elucidate patterns of isolation-by-distance, the DPR (Koizumi et al. 2006 ) was applied. The DPR can also estimate the relative strengths of genetic drift and gene flow for each sample, by decomposing the regression of the pairwise genetic and geographic distances (Rousset 1997) . Briefly, genetic distance [F ST /(1 ) F ST )] is plotted against geographic distance for all pairwise comparisons. Outlier analysis then determines which samples have exceptional characteristics that may falsely influence the pattern of IBD (e.g. founder effects, bottlenecks, physical barriers, all of which can strongly affect the overall pattern). These outlying samples were determined based on the systematic bias of the regression residuals (process one, which identifies 'putative' outliers). The outliers were then sequentially removed from the analysis and the best model was selected based on the AIC (Akaike's information criteria) value (process two, which identifies 'true' outliers); the smallest values indicate the most plausible model (Burnham and Anderson 2002) . Because of the small sample sizes, the corrected AIC (AIC C ) was used.
Finally, after determining the best model and the 'true' outliers, the pairwise genetic and geographic distances were regressed separately for each sample (including the outlier samples) against the nonoutlier samples, to investigate the different patterns of geneflow and drift. The significance of the relationship was assessed by ordinary least-squares regression.
Spatial autocorrelation analysis
Spatial genetic structure was tested with the software package genalex version 6.1 (Peakall and Smouse 2006 and according to Primmer et al. 2006) . A Mantel test of matrix correspondence was used to examine the association between pairwise F ST values and the in-water distance between sampling sites by estimating the r xy measure that is analogous to an autocorrelation coefficient (Smouse et al. 1986) , with 999 permutations used to test the statistical significance of the values. At the scale of individual specimens, a multivariate microspatial autocorrelation approach was also employed (Smouse and Peakall 1999; Peakall et al. 2003) . This test employed the squared distances measure (PhiPT; Peakall et al. 2003) to estimate individual genetic distance, and the same inwater distances between sample sites used in the Mantel test for distance between individual specimens (with the exception that all individuals caught from the same sample site were assigned a distance value of zero). To assess the extent of nonrandom genetic structure among individuals (Peakall et al. 2003) , a correlogram of the autocorrelation coefficient (r) was plotted as a function of distance, specifically five distance classes: 0-5, 6-15, 16-25, 26-45, 46 -65 km; a range of alternate distance classes from 5 to 25 km were also analysed. A multidistance class (MDC) analysis was also used to give a more accurate estimate of the scale over which genetic structure was detected (Peakall et al. 2003) . In this approach the same classes as above were utilized, except that multiple analyses were performed with automatically increasing distance size classes, such that individuals from more distant classes were added to the previous groups (Peakall et al. 2003) . One thousand bootstrap replicates were used to ascertain the 95% confidence interval (CI) of the r estimates, and 999 permutations were used to resolve the 95% CI about the null hypothesis of no spatial genetic structure. Significant genetic autocorrelation was concluded when the CI of r and those of the null hypothesis did not overlap (Peakall et al. 2003) .
Results

Genetic diversity
Pairwise testing of temporal samples revealed only one case of significant genetic heterogeneity between 2003 and 2004 samples at the RudB site in locus Strutta58 (P < 0.05, corrected across loci; k = 9). Furthermore, quantitative estimates of hierarchical gene diversity across the whole dataset showed that while a significant amount of genetic variation (P < 0.00001) was identified both within samples and among different sample sites (96% within samples and 4% between sites), a nonsignificant estimate of 0% variation was attributed to variation among temporal samples. Therefore, all temporal samples collected at individual sites were pooled in subsequent analyses.
Genetic diversity indices for each locus and population are presented in Table 2 . Significant deviations from HWE (P < 0.05, corrected across loci; k = 9) for pooled samples were detected in two cases (EDar at SsoSL25 and EWebW at Str73). Further analysis of these cases with Microchecker did not reveal any evidence of null alleles or scoring errors, although the EDar case was associated with a significantly positive F is value (Table 2) , which could result from the nonrepresentative sampling of juveniles fish ('family sampling'; Allendorf and Phelps 1981; Hansen et al. 1997; Wenburg et al. 1998 ). The mean number of alleles at a locus, across the whole dataset was 10.7 and ranged from 3 (Str60) to 27 (Str58). The mean number of alleles per locus within samples had an average of 6.6 and ranged from 4.4 (RudB) to 8.0 (Har). The allelic richness (the average allele number within samples, corrected for a minimum sample size of 16 in this case) was smaller, with an average of 5.5 and ranged between 4.0 (RudB) and 6.6 (Har). The average observed heterozygosity (H O ) across all samples was 0.6 and varied from 0.55 (RudP) to 0.74 (Amm).
Tests for the homogeneity of allele frequency distributions revealed significant genetic differentiation occurred between the majority of the 231 pairwise comparisons, except in nine cases (upper diagonal, significant; *significant at the 5% level. Table- wide significance levels were applied using the sequential Bonferroni procedure (k = 231) for all tests.
support for proximate groups of samples, especially those collected within the same tributary, e.g. within the West and the East Webburn. A principal component analysis (PCA) was also performed on these data using the default settings in genalex 6 (Peakall and Smouse 2006) , the findings of which support the main conclusions of the phylogram; the PCA plot in Fig. S1 .
Decomposed pairwise regression
Genetic distance was positively correlated with geographic distance when comparing all pairwise sample combinations, but the correlation was weak and nonsignificant (P = 0.137, r 2 = 0.036; Fig. 3 ). Based on the systematic bias of the regression residuals (process one) nine putative outlier samples were detected; RudP, Ash, Gata, RudB, RudC, Hem, Amm, WDar and UChe. The AIC values were compared for models with and without putative outliers (process two) and the best model included 17 samples (indicating RudP, Ash, Gata, RudB and RudC were true outliers; Table 4 ). This result is consistent with a priori predictions as all these samples originated from sites above significant barriers to fish movement. The exclusion of these samples strengthened the positive correlation between genetic and geographic distance, which also become statistically significant (P < 0.001, r 2 = 0.476; Fig. 3) . Each of the outlier samples was individually regressed with the nonoutlier samples, which indicated that the majority of outlier samples were significantly diverged from adjacent populations but exhibited strong and significant correlations between genetic and geographic distance (Fig. 4) . This suggests that despite of a strong effect of genetic drift acting on the isolated samples (either through small effective population size or founder effects or bottleneck) evidence of gene-flow still remains. The Ash sample was the exception; while significantly divergent from the other samples, it showed no correlation between genetic and geographic distance, suggesting that the effect of genetic drift far outweighs that of gene flow. The decomposed regressions of the 17 nonoutlier samples showed similar regression lines with significant relationships between genetic and geographic distance, except for the Amm, Hol and Swin (Fig. 4) . This suggests that these samples are close to, or at, equilibrium between drift and gene flow.
Spatial autocorrelation
Tests of microspatial autocorrelation at the level of the individual were carried out on samples not isolated above barriers to fish movement (this included all 17 samples not identified in the DPR as true outliers). The results showed that the genetic autocorrelation coefficient (r) was significantly positive at the 0-5 and 5-15 km size classes, and intercepted the x-axis at 20 km (Fig. 5A) ; results from the analysis of alternative classes produced broadly similar results, with intercepts ranging from 15 to 20 km (results not shown). In all size classes above 15 km, r was significantly negative, meaning that proximal individuals showed greater genetic divergence than that expected for a random distribution of genotypes, although in the largest size classes r approached the null hypothesis of no significant structure. The MDC analysis with increasing distance size classes revealed that r was significantly positive for distance classes up to and including 25 km (Fig. 5B) . The inclusion of specimens separated by >45 km meant that significant positive genetic autocorrelation was no longer observed. The addition of samples collected above barriers did not radically alter the results of the spatial autocorrelation (analysis not shown), except in the correlogram (Fig. 5A ), in which case r was not as strongly negative (r = )0.015 in the 25 km class) and at the largest distance class the null hypothesis could not be rejected. However, because of the uncertainties of applying an individual-based test to samples collected at specific sample sites (where separation between individuals is assumed to be zero), these findings should be interpreted with some caution.
Discussion
The purpose of this study was to examine, within-catchment population structure of brown trout in a region that despite being a focus for salmonid fishing and conservation, has until now, received relatively little attention. The results revealed significant differentiation among samples collected within a single river catchment and, in the case of the Ruddycleave and Cherry Brook, even between sample sites within a tributary. These results demonstrate that Dart trout do not represent a single panmictic population in which gene flow is unrestricted across the catchment. The global F ST across all 22 samples sites was 0.04, with a range of 0.000-0.160 for pairwise F ST estimates, which accords with previous work on brown trout employing microsatellites (e.g. Carlsson et al. 1999 , F ST = 0.00-0.114; n refers to the number of samples and k the number of parameters.
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Effect of barriers
What is particularly striking from the phylogram (Fig. 2) and pairwise F ST estimates (Table 3) is the effect barriers have on population structure; the largest values all occur between comparisons involving samples isolated above a barrier to fish movement. The significant effect of barriers on population structure has been previously documented and has been associated with reductions in population size, bottlenecks and genetic drift (Hindar et al. 1991; Montgomery et al. 2000; Palm et al. 2003; Van Houdt et al. 2005) . Such processes may also have been in operation in these isolated samples identified within the River Dart, as the levels of heterozygosity and allelic richness were also depressed (Couvet 2002) . The results of the DPR analysis also afford some further insight into the demographic processes occurring within these samples. In the case of the Ash sample, genetic drift has acted to obscure any correlation between genetic and geographic distance between samples; as the barrier to migration on this tributary is man-made (and therefore not ancient), small effective population size and founder effects appear to be the most likely explanation for the patterns of genetic divergence observed. In the case of the other highly diverged and isolated samples (RudC, RudB, RudP and Gata) a relatively strong correlation between genetic and geographic distance remains, suggesting that effective population sizes have not been reduced to the level that genetic drift is strong enough to obscure the correlation. Alternatively, some form of gene flow could be occurring, perhaps associated with barriers being by-passed in high flows. However, it is interesting to postulate that unidirectional, downstream migration from the isolated areas could act to partially restore the correlation between genetic and geographic distance. The importance of identifying barriers to fish movement has been highlighted for a number of conservation issues, in particular, the negative effects of genetic drift in small populations and the isolation of indigenous stocks from the effects of stocking undertaken below barriers (Yamamoto et al. 2004; Van Houdt et al. 2005) , both topics that appear to warrant further investigation within the River Dart.
Population structure and evolutionary models
The phylogram (Fig. 2) shows that genetic structuring among samples within the catchment is present; moderate levels of bootstrap support occurred between three groups of proximate samples from the upper east, upper west and lower Dart. This association between genetic and geographic distance is further supported by a significant effect of isolation-by-distance, as demonstrated by DPR analysis (Fig. 4) . However, a strongly negative genetic correlation (r) was identified at the 25 and 45 km size classes used in the spatial autocorrelation on Dart trout (Fig. 5A) , meaning that proximal individuals showed greater genetic divergence than that expected for a random distribution of genotypes. Such a finding may be the result of a discontinuity in gene flow between trout in different tributaries or could reflect the fact that some sampling was completed outside of the spawning season, and therefore, may include adult specimens of trout that may have moved away from nursery areas.
The observation of isolation-by-distance at the intracatchment level is somewhat at odds with many of previous studies describing the population structure of brown trout (Crozier and Ferguson 1986; Ferguson 1989; Moran et al. 1995; Bouza et al. 1999; Ruzzante et al. 2001) , although, it is not unique (Estoup et al. 1998; Carlsson and Nilsson 2000) . Recent studies of anadromous brown trout inhabiting relatively small rivers in Denmark and the Baltic Sea (Laikre et al. 2002; Ostergaard et al. 2003; Jensen et al. 2005 ) suggested a population structure consisting of a system of highly interconnected, small and unstable populations where, in accordance with the metapopulation model, there was no significant effect of isolation-by-distance and a lack of temporal stability (even over the short-term). This pattern was generally linked to high levels of gene flow and occasional extinction-recolonization events caused by environmental instability, e.g. low summer water levels (Ostergaard et al. 2003) . These results sharply contrast with the population structure described in this study, where a significant effect of isolation-by-distance (once outliers have been excluded) and at least short-term temporal stability of population structure was observed. Therefore, it appears that, despite the potential for low pH to perturb the environment, the population structure of brown trout inhabiting the tributaries of the River Dart is determined more by ecological events and natal homing, than by rare stochastic extinction events, with migration occurring mostly between neighbouring groups. The key to reconciling these contrasting results among studies appears to be catchment size, whereby larger population systems appear to be stable and smaller systems tend to undergo localized extinction-recolonization events (Hansen et al. 2002; Ostergaard et al. 2003; Jensen et al. 2005; Neville et al. 2006; Primmer et al. 2006 ).
Historical and temporal effects
There are some limitations to this study; in particular, the effects of postglacial recolonization and stocking on population structure of Dart trout still await assessment. Although, the results of the DPR analysis suggests the majority of the samples are at, or close to, drift-migration equilibrium following such perturbation (Fig. 4) . In particular, these processes (especially artificial stocking), would generally have acted to obscure the strong pattern of isolation-by-distance identified in this study (Koljonen et al. 1999; Nielsen et al. 1999 ), suggesting they are not the strongest determinants of population structure in this case. In addition, the temporal samples collected in the study represent only a subset of sites from across the catchment and cover a relatively short period: . Palm et al. (2003 found that the probability of detecting significant allele frequency differences between temporal samples taken from the same population, but spaced only a few years apart, could be small. Indeed, if extinction events happen infrequently, i.e. over the scale of decades, then this instability may not become evident in samples taken only a few years apart (although the strong pattern of isolation-by-distance identified suggests longer term temporal stability, at least as long as it takes for driftmigration equilibrium to be established after perturbation).
Evolutionary hypotheses
The hypotheses proposed by Garant et al. (2000) provide a useful framework within which to analyse population structure; however, they remain quite general and any situation in which gene flow is limited by geographic distance may yield similar results. Indeed, work on genetic population structure of Dolly Varden charr (Salvelinus malma; Koizumi et al. 2006) yielded analogous results to the present study, but the authors suggested that a source-sink metapopulation structure best fitted their results. In that case, outlier samples were identified in the absence of barriers to migration, suggesting founder effects or bottlenecks had occurred; such factors have not been identified within the current study of the River Dart (where the results of the DPR actually suggest relatively stable population structure). Additionally, many of the predictions of the proposed models are quite simplistic, e.g. the prediction that that there would be no significant pattern of isolation by distance in a metapopulation may not hold true if recolonization and gene flow occurred predominantly between neighbouring populations (a scenario made more likely by the linear nature of a river). Another prediction, that the level of genetic structuring would be expected to be lower under a metapopulation model, can also be questioned. It has been shown that the range of F ST estimates in this study is similar to that used previously to describe both small temporally unstable populations (Jensen et al. 2005 ) and large stable populations (Hansen et al. 2002 ). It appears that levels of differentiation, especially F ST values, may not differ under the two evolutionary models summarized by Garant et al. (2000) and are dependant on the complex mechanics of recolonization (Hedrick 1999; Neville et al. 2006) . Indeed, extinction-recolonization events may act to increase levels of genetic differentiation (Hansen and Mensberg 1996; Haag et al. 2005) .
Delineating demographic units
Spatial autocorrelation analyses were used to determine the geographic scale of genetic structuring within the River Dart. Figure 4B illustrates the tendency for genetic distance between individuals to decrease with increasing distance, such that at in-water distances of >45 km gene flow is minimal. It has also been proposed that the x-axis intercept of the correlogram (Fig. 5A ) be considered as a minimum distance that can conserve genetic diversity at a lower cost (Diniz-Filho and De Campos Telles 2002) , resulting in a management unit size of approximately 15-20 km for the River Dart.
The results from spatial autocorrelation analyses bear some similarities to work on Atlantic salmon in the Varzuga River in Russia (Primmer et al. 2006) , which also highlighted the importance of conserving multiple spawning and nursery areas for the long-term preservation of fish populations. However, most striking difference is the distance across which gene flow was observed within the Varzuga; the genetic correlation remained positive at distances up to 120 km and the x-axis intercept of the correlogram occurred at 34 km. This may reflect the larger size of the Varzuga River (when compared with the River Dart), and the fact that samples were separated by greater average in-water distances (Vekemans and Hardy 2004) . Alternatively, it is interesting to hypothesize that the lower distance over which gene flow occurs in brown trout may reflect their resident life history, resulting in more restricted gene flow and greater genetic differentiation (Hansen and Mensberg 1998; Knutsen et al. 2001; Neville et al. 2006 ).
Conclusions
Brown trout inhabiting the River Dart demonstrate significant within-river population differentiation; this differentiation is most significant when associated with barriers to movement, but otherwise demonstrates a pattern of isolation-by-distance and at least short-term temporal stability. These results are taken as evidence that ecological events are more important in shaping the population structure of Dart trout than stochastic extinction events, and certainly do not contradict the expectations of a member-vagrant evolutionary model of population structure for Dart trout (Garant et al. 2000) . However, the results of the spatial autocorrelation demonstrate gene flow does occur between neighbouring samples, suggesting the need to conserve not only different spawning areas within the basin (particularly in different tributaries), but links between them as well.
